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L8 


L6 and (@ad< 199 10205 or @pd< 19920205) 


1 


r 


L7 


15 and 16 


28 


r 


L6 


(t adj (cell or lymphocyte) or cellular) with Epitope and (LSA$2 or (liver-stage or liver adj 
stage) adj3 (protein or antigen)) with (malaria or Plasmodium or falciparum) 


124 


n 


L5 


(malaria or Plasmodium or falciparum) same(immunoassay or (detects or determin$) with 
(antibod$6 or immunoglob$9)) 


543 


r 


L4 


LI and (@ad<19910205 or @pd<19920205) 


85 


n 


L3 


LI and fusion same (epitop$3 or peptides) 


206 


n 


L2 


(malaria or Plasmodium or falciparum) same(immunoassay or (detect$ or determin$) with 
(antibod$6 or immunoglob$9)) 


543 


□ 


LI 


(malaria or Plasmodium or falciparum) same(immunoassay or (detect$ or determin$) with 
(antibod$6 or immunoglob$9)) 


543 
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BLASTN 2.2.14 [May-07-2006] 

RID: 11587 83042-7538-806838854 90. BLASTQ4 



Database: All GenBank+EMBL+DDBJ+PDB sequences (but no EST, STS, 
GSS, environmental samples or phase 0, 1 or 2 HTGS sequences) 
4,365,567 sequences; 18,294,867,195 total letters 

If you have any problems or questions with the results of this search 
please refer to the BLAST FAQ s 

Taxonomy reports 

Q uery= $£Q Iff 

Length=954 
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Distance tree of results NEW 



Sequences producing significant 


alignments : 


Score 
(Bits) 


E 

Value 


qi I 510185 I emb | Z3031 9 . 1 | PFLSA15 


P. falciparum LSA-1 gene for liver 


1729 


0 


0 


qil 9915 1 emb 1X56203. 1 IPFLSA1G P 


.falciparum LSA-1 gene for liver s 


1635 


0 


.0 


qi|23495173|qb|AE014834.1| Plasmodium falciparum 3D7 chromoso. . . 


1526 


0 


. 0 


qi I 510183 | emb I Z30320 . 1 | PFLSA13 


P. falciparum LSA-1 gene for liver 


821 


0 


.0 


qi I 950655 | qb | L4 0911 . 1 | PFALSA1D 


Plasmodium falciparum (clones . . . 


815 


0 


.0 


qi | 14 35204 |qb| U6097 4 .1 | PFU6097 4 


Plasmodium falciparum liver s... 


811 


0 


.0 


qi | 7 25321 | qb | L4 094 2 . 1 | PFALSA1P 


Plasmodium falciparum (clone K. . . 


809 


0 


.0 


qi [ 725319 |qb|L40941 . 1 | PFALSA10 


Plasmodium falciparum (clones . . . 


809 


0 


.0 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



9/20/06 



725611 | qb|L40946. 1 | PFALSA1K 



950658 |qb|L40914 . 1 | PFALSA1H 



9506561 qb IL40912.il PFALSA1E 



725325 | qb | L4 0944 . 1 | PFALSA1R 



725323 | qb | L40943 . 1 | PFALSA1Q 



PI 
PI 
PI 
PI 
PI 
PI 
PI 
•PI 
PI 
PI 
Pla 

364 3906|qb|AF08 67 96. 1 [AF08 67 96 



950657 | qb| L4 0913. 1 | PFALSA1F 



950661 | qb) L4Q922 . 1 1 PFALSA1L 



950660 j qb| L40918 . 1 | PFALSA1J 



950659 | qb | L40917 . 1 | PFALSA1I 



950662 j qb | L40923 . 1 I PFALSA1M 



725291 jqbl L4 094 5.1 | PFALSA1 



364 3900 |qb|AF08 67 93. 1 1AF08 67 93 



364 3918 | qb | AF08 6802 . 1 1 AF08 6802 



364 3912 |qb|AF08 67 99. 1 IAF08 67 99 



364 3910 |qb|AF0867 98. 1 IAF0867 98 



3643916 I qb | AF08 6801 . 1 1 AF08 6801 



364 3914 |qb|AF08 6800. 1 IAF08 6800 



364 3908|qb|AF0867 97.1|AF0867 97 



364 3904 |qb|AF08 67 95. 1 IAF0867 95 



364 3902 |qb|AF0867 94 . 1 | AF08 67 94 



160367 | qb I M2 82 66. 1 1 PFALIVANT P 



asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
asmodium fal 
smodium falc 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
Plasmodium 
lasmodium fa 



ciparum (clone B... 809 0. 

ciparum (clone K. . . 809 0. 

ciparum (clone K. . . 809 0, 

ciparum (clones ... 804 0, 

ciparum (clones ... 804 0.0 

ciparum (clone K. . . 804 0.0 

ciparum (clone K. . . 7 98 0.0 

ciparum (clone K. . . 798 0.0 

ciparum (clone K. . . 787 0.0 

ciparum (clone K. . . 782 0.0 

iparum (clone BR... 776 0.0 

falciparum strai... 723 0.0 

falciparum strai... 723 0.0 

falciparum strai... 712 0.0 

falciparum strai... 712 0.0 

falciparum strai... 712 0.0 

falciparum strai... 706 0.0 

falciparum strai... 706 0.0 

falciparum strai... 706 0.0 

falciparum strai... 706 0.0 

falciparum strai... 706 0.0 

lciparum liver-stag 287 5e-74 



Alignments 



Get selected sequences 



Select all I Deselect all 



Distance tree of results 



>r qij510185| emb 1 Z30319. 1 | PFLSA15 P. falciparum LSA-1 gene for liver stage antigen-1 (5') 
Length=988 

Score = 1729 bits (936), Expect = 0.0 
Identities = 954/954 (100%), Gaps = 0/954 (0%) 
Strand=Plus/Plus 

ATGAAACATATTTTGTACATATCATTTTACTTTATCCTTGTTAATTTATTGATATTTCAT 60 
92 

ATAAATGGAAAGATAATAAAGAATTCTGAAAAAGATGAAATCATAAAATCTAACTTGAGA 120 
152 

AGTGGTTCTTCAAATTCTAGGAATCGAATAAATGAGGAAAATCACGAGAAGAAACACGTT 180 



Query 


1 


Sbjct 


33 


Query 


61 


Sbjct 


93 


Query 


121 


Sbjct 


153 


Query 


181 


Sbjct 


213 


Query 


241 


Sbjct 


273 


Query 


301 


Sbjct 


333 


Query 


361 


Sbjct 


393 


Query 


421 


Sbjct 


453 


Query 


481 


Sbjct 


513 


Query 


541 


Sbjct 


573 



300 



TTAAGAAATCTTGGTGTTTCAGAGAATATATTCCTTAAAGAAAATAAATTAAATAAGGAA 360 
392 

GGGAAATTAATTGAACACATAATAAATGATGATGACGATaaaaaaaaaTATATTAAAGGG 420 



180 



CAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGC 54 0 



600 
632 
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Query 
Sbjct 



601 
633 



CAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGA 



660 
692 



Que r y 661 C T T GC T AAAGAAAAGT T GC AAG AAC AAC AAAGC GAT T T AG AAC AAG AG AG ACGT GC T AAA 7 20 

Sbjct 693 752 

Query 7 21 G AAAAGT T GC AAG AAC AAC AAAGCG AT T TAG AAC AAG AG AG ACGT GCT AAAGAAAAGT T G 7 80 

Sbjct 753 812 

Query 7 81 CAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTACAAGAGCAG 84 0 

Sbjct 813 872 

Query 8 41 CAAAGCGAT TTAGAACAAGATAGACTTGCT AAAGAAAAGT TGCAAGAAC AAC AAAGCGAT 900 

Sbjct 873 932 

Query 901 TTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAACAACAAAGCGATTTA 954 

Sbjct 933 986 



Score = 713 bits (386), Expect = 0.0 

Identities - 426/446 (95%), Gaps - 0/446 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 543 G..A.AA T T 602 

Query 520 AAGT TGCAAGAAC AAC AAAGCG ATT TAG AAC AAG AG AG ACT T GCT AAAG AAAAGT TGCAA 57 9 

Sbjct 603 G 662 

Que r y 580 G AAC AAC AAAGCG ATT TAG AAC AAG AGAG ACGT GCT AAAGAAAAGTTGC AAG AAC AACAA 639 

Sbjct 663 T 722 

Query 64 0 AGCGATTT AGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 723 G 782 

Query 7 00 G AAC AAG AG AG ACGT GCT AAAG AAAAGT TGC AAG AAC AAC AAAGCG ATT TAG AAC AAGAG 759 

Sbjct 783 842 

Query 7 60 AGACGT GCT AAAGAAAAGT TGCAAGAAC AAC AAAGCGATTTAGAACAAGAGAGACTT GCT 819 

Sbjct 843 T A G..G T 902 

Query 820 AAAG AAAAGT T AC AAG AGCAGC AAAGCG ATT TAG AAC AAG AT AG AC TT GCT AAAG AAAAG 87 9 

Sbjct 903 G A.. A G G G. 962 

Query 880 T TGC AAG AAC AAC AAAGCG ATT TAG A 905 

Sbjct 963 988 



> FT gi 1 9915 j emb | X562Q3 . 1 j PFLSA1G P . falciparum LSA-1 gene for liver stage antigen 
Length=5970 

Score = 1635 bits (885), Expect - 0.0 
Identities = 937/954 (98%), Gaps = 0/954 (0%) 
Strand=Plus/Plus 

Query 1 ATGAAACATATTTTGTACATATCATTTTACTTTATCCTTGTTAATTTATTGATATTTCAT 60 
Sbjct 79 ' 138 

Query 61 ATAAATGGAAAGAT AATAAAGAATTCTGAAAAAGATGAAATCATAAAATCTAACTTGAGA 120 
Sbjct 139 198 

Que r y 121 AGTGGTTCTTCAAATTCTAGGAATCGAATAAATGAGGAAAATCACGAGAAGAAACACGTT 180 
Sbjct 199 G 258 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Query -181 ' TTATCTCATAATTCATATGAGAAAACTAAAAATAATGAAAATAATAAATTTTTCGATAAG 240 

Sbjct 259 - 318 

Query 241 GATAAAGAGTTAACGATGTCTAATGTAAAAAATGTGTCACAAACAAATTTCAAAAGTCTT 300 

Sbjct 319 378 

Query 301 TTAAGAAATCTTGGTGTTTCAGAGAATATATTCCTTAAAGAAAATAAATTAAATAAGGAA 360 

Sbjct 379 438 

Query 361 GGGAAATTAATTGAACACATAATAAATGATGATGACGATaaaaaaaaaTATATTAAAGGG 4 20 

Sbjct 439 498 

Query 421 CAAGACGAAAACAGACAAGAAGATCTTGAAGAAAAAGCAGCTAAAGAAAAGTTACAGGGG 4 80 

Sbjct 499 C 558 

Query 4 81 CAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGC 54 0 

Sbjct 559 T T 618 

Query 541 GATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAA 600 

Sbjct 619 C 678 

Query 601 CAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGA 660 

Sbjct 679 T A G..G 738 

Query 661 CTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAA 72 0 

Sbjct 739 G..G 798 

Query 721 GAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTG 7 80 

Sbjct 799 858 

Query 781 CAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTACAAGAGCAG 84 0 

Sbjct 859 G G A. .A 918 

Que r y 841 CAAAGCGATTTAGAACAAGATAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGAT 900 

Sbjct 919 G 978 

Query 901 TTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAACAACAAAGCGATTTA 954 

Sbjct 979 A 1032 



Score = 848 bits (459), Expect =0.0 
Identities = 483/495 (97%), Gaps - 0/495 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 2476 A. A T 2535 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 2536 2595 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 63 9 

Sbjct 2596 2655 

Query 64 0 AGCG AT T T AG AAC AAG AG AG AC T T GCT AAAG AAAAGT T GC AAG AAC AAC AAAGC G AT T T A 699 

Sbjct 2656 T A G 2715 

Query 700 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 7 59 

Sbjct 2716 2775 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 2776 2835 

Query 820 AAAG AAAAGT T AC AAG AGC AGC AAAGCG AT T TAG AAC AAG AT AG AC T T GC T AAAG AAAAG 87 9 

Sbjct 2836 G A A G G 2895 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Query - 880 * TTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 
Sbjct 2896 A 



939 
2955 



Query 94 0 CAACAAAGCGATTTA 95.4 
Sbjct 2956 2970 

Score = 843 bits (456), Expect - 0.0 
Identities = 482/495 (97%), Gaps = 0/495 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 1201 G..A.AA T T T 1260 

Query 520 AAGT TGC AAG AAC AAC AAAGCGATTT AG AAC AAG AG AG ACT TGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 1261 A G 1320 

Query 580 G AAC AAC AAAGCGATTT AG AAC AAG AG AG AC GT GCT AAAG AAAAGT TGC AAG AAC AAC AA 639 

Sbjct 1321 1380 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 1381 1440 

Query 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 7 59 

Sbjct 1441 1500 

Query 7 60 AG AC G T G C T AAAG AAAAG T T G C AAGAAC AAC AAAG C GAT T T AGAAC AAG AGAGACT T GC T 819 

Sbjct 1501 1560 

Query 820 AAAGAAAAGTT AC AAGAGCAGCAAAGCGATTT AGAAC AAGATAGACTTGCTAAAGAAAAG 879 

Sbjct 1561 G 1620 

Query 880 TTGC AAGAAC AAC AAAGCGATTT AGAAC AAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 939 

Sbjct 1621 C T A 1680 

Query 94 0 CAACAAAGCGATTTA 954 
Sbjct 1681 1695 

Score = 832 bits (450), Expect = 0.0 
Identities = 480/495 (96%), Gaps = 0/495 (0%) 
Strand-Plus/Plus 

Query 4 60 GCT AAAGAAAAGTT AC AGGGGC AAC AAAGC GAT TCAGAACAAGAGAGACGTGCT AAAG AA 519 

Sbjct 3904 G. .A.AA T 3963 

Query 520 AAGT TGC AAG AAC AAC AAAGCGATTT AG AAC AAG AG AG AC TT GCT AAAG AAAAGTTGCAA 57 9 

Sbjct 3964 4023 

Query 580 GAAC AAC AAAG C G ATT TAG AAC AAGAGAG AC GTGCTAAAGAAAAG TTGC AAGAAC AAC AA 639 

Sbjct 4024 T 4083 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 4084 G 4143 

Query 7 00 G AAC AAG AG AG AC GT GCT AAAG AAAAGT TGC AAG AAC AAC AAAGCGATTT AG AAC AAGAG 75 9 

Sbjct 4144 T A 4203 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 4204 T 4263 

Query 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGATAGACTT GCT AAAG AAAAG 87 9 

Sbjct 4264 A A G G 4323 

Query 880 TTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 939 

http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 9/20/06 



Sbjct . 4324 A 4383 

Query 94 0 CAACAAAGCGATTTA 954 
Sbjct 4384 4398 

Score = 832 bits (450), Expect = 0.0 
Identities = 480/495 (96%), Gaps = 0/495 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 4159 A.AA T 4218 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 4219 T A. . . 4278 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 639 

Sbjct 4279 . .G A 4338 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 4339 G 4398 

Query 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 759 

Sbjct 4399 4458 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 4459 4518 

Query 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGATAGACTTGCTAAAGAAAAG 87 9 

Sbjct 4519 G A A G....G 4578 

Que r y 880 TTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 939 

Sbjct 4579 A 4638 

Query 94 0 CAACAAAGCGATTTA 954 
Sbjct 4639 4653 

Score = 832 bits (450), Expect - 0.0 
Identities = 480/495 (96%), Gaps = 0/495 (0%) 
Strand-Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 4312 G. .A.AA T 4371 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 4372 G 4431 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 63 9 

Sbjct 4432 4491 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 4492 G A 4551 

Query 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 7 59 

Sbjct 4552 4611 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 4612 4671 

Query 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGATAGACTTGCTAAAGAAAAG 87 9 

Sbjct 4672 . . T G A A G G 4731 

Query 880 TTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 939 

Sbjct 4732 A 4791 
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Query 94 0 C AAC AAAGC GAT TT A 954 
Sbjct 4792 4806 



Score = 822 bits (445), Expect = 0.0 
Identities = 479/496 (96%), Gaps = 0/496 (0%) 
Strand=Plus/Plus 



Query 459 AGCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGA 518 

Sbjct 3801 G A. A T 3860 

Query 519 AAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCA 57 8 

Sbjct 3861 C...G 3920 

Query 57 9 AGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACA 638 

Sbjct 3921 3980 

Query 639 AAGCGATTT AGAAC AAGAG AGACTTGCTAAAGAAAAGTTGCAAGAAC AAC AAAGCGATTT 698 

Sbjct 3981 4040 

Query 699 AGAAC AAG AG AG AC GT GC T AAAG AAAAG T TGC AAG AAC AAC AAAGC GAT T T AG AAC AAG A 758 

Sbjct 4041 T 4100 

Que r y 759 GAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGC 818 

Sbjct 4101 4160 

Que r y 819 T AAAG AAAAGTT AC AAG AGCAGC AAAGC G ATT TAG AAC AAG AT AGACTTGCTAAAGAAAA 87 8 

Sbjct 4161 A. .A G....G 4220 

Query 87 9 GTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGA 938 

Sbjct 4221 T....T A. . .A 4280 

Query 93 9 ACAACAAAGCGATTTA 954 

Sbjct 4281 G A 4296 



Score = 821 bits (444), Expect = 0.0 
Identities = 476/492 (96%), Gaps = 0/492 (0%) 
Strand=Plus/Plus 



Query 4 60 GC T AAAG AAAAGTT AC AGGGGC AAC AAAGC G AT TC AGAAC AAG AG AG AC GTGCT AAAG AA 519 

Sbjct 1354 G..A.AA T T 1413 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 1414 G 1473 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 639 

Sbjct 1474 1533 

Query 64 0 AGCG AT T T AG AAC AAGAG AG AC T T GC T AAA GAAAAGT T GC AAG AAC AAC AAAGC GAT T T A 699 

Sbjct 1534 A G..G 1593 

Query 700 G AAC AAGAGAGAC GTGCT AAAG AAAAGT TGC AAG AAC AAC AAAGC GAT TT AGAAC AAGAG 7 59 

Sbjct 1594 T C 1653 

Query 7 60 AG ACGTGCT AAAG AAAAGT TGC AAG AAC AAC AAAGC GAT T TAG AAC AAGAG AG AC TTGCT 819 

Sbjct 1654 . . . . T 1713 

Query 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGATAGACTTGCTAAAGAAAAG 87 9 

Sbjct 1714 G 1773 

Query 880 TTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 939 

Sbjct 1774 T A 1833 
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Query -94 0 - CAACAAAGCGAT 951 
Sbjct 1834 1845 



Score = 815 bits (441), Expect = 0.0 
Identities = 477/495 (96%), Gaps = 0/495 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 3853 G..A.AA T C 3912 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 3913 G 3972 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 639 

Sbjct 3973 T 4032 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 4033 4092 

Query 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 7 59 

Sbjct 4093 4152 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 4153 . . . . T A G. . . . 4212 

Query 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGAT AGACTTGCTAAAGAAAAG 87 9 

Sbjct 4213 G A. .A 4272 

Query 880 TT GC AAG AAC AAC AAAGC GAT T T AG AAC AAG AG AG AC GT GC T AAAG AAAGGT T GC AAGAA 939 

Sbjct 4273 ..A G A A 4332 

Query 940 CAACAAAGCGATTTA 954 

Sbjct 4333 4347 



Score = 815 bits (441), Expect = 0.0 

Identities = 477/495 (96%), Gaps = 0/495 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 4261 A. A A T 4320 

Query 520 AAGTTGCAAGAAC AAC AAAGC GAT T TAG AAC AAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 4321 G 4380 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 639 

Sbjct 4381 4440 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 4441 G 4500 

Que r y 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 7 59 

Sbjct 4501 T G A 4560 

Query 7 60 AG ACGT GCT AAAG AAAAGT T GCAAGAAC AAC AAAGC GAT T T AG AAC AAGAG AGAC T T GC T 819 

Sbjct 4561 G. . . . 4620 

Query 820 AAAG AAAAGT T AC AAG AGCAGC AAAGC G AT TTAGAAC AAG AT AGACTTGCTAAAGAAAAG 87 9 

Sbjct 4621 G A. .A G T 4680 

Que r y 880 T T GC AAG AAC AAC AAAGCG ATT TAG AAC AAG AG AG ACGT GCT AAAGAAAGGTTGC AAGAA 939 

Sbjct 4681 G A A 4740 

Query 940 CAACAAAGCGATTTA 954 
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Sbjct -4741 



4755 



Score = 809 bits (438), Expect = 0.0 
Identities = 476/495 (96%), Gaps = 0/495 (0%) 
Strand=Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 2119 G. .A.AA T 2178 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 2179 G 2238 

Query 580 GAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAA 639 

Sbjct 2239 . . G C 2298 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 2299 G 2358 

Query 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAG 7 59 

Sbjct 2359 T....T A G 2418 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 2419 T 2478 

Query 820 AAAGAAAAGT T AC AAG AGC AGC AAAGCG AT T T AGAAC AAG AT AG AC T T GC T AAAG AAAAG 87 9 

Sbjct 2479 A G....G 2538 

Que r y 880 T T GCAAGAACAAC AAAGCG AT TT AGAAC AAG AG AG ACGTGCT AAAG AAAGGTTGC AAG AA 939 

Sbjct 2539 T A 2598 

Query 940 CAAC AAAGCG ATT T A 954 

Sbjct 2599 2613 



Score = 809 bits (438), Expect = 0.0 
Identities = 476/495 (96%), Gaps = 0/495 (0%) 
Strand-Plus/Plus 

Query 4 60 GCTAAAGAAAAGTTACAGGGGCAACAAAGCGATTCAGAACAAGAGAGACGTGCTAAAGAA 519 

Sbjct 2272 G. .A.AA T 2331 

Query 520 AAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAA 57 9 

Sbjct 2332 T A... 2391 

Query 580 G AAC AAC AAAGC G AT T T AGAAC AAG AG AG ACGTGCT AAAG AAAAG TTGC AAG AACAACAA 639 

Sbjct 2392 ..G 2451 

Query 64 0 AGCGATTT AGAAC AAGAGAGACTTGCT AAAGAAAAGT TGCAAGAAC AAC AAAGCGATTT A 699 

Sbjct 2452 T A G 2511 

Query 7 00 GAACAAGAGAGACGTGCT AAAGAAAAGT TGCAAGAACAACAAAGC GAT TT AGAAC AAGAG 7 59 

Sbjct 2512 2571 

Query 7 60 AG ACGTGCT AAAGAAAAGT TGCAAGAAC AAC AAAGCGATTT AG AAC AAGAGAGACTTGCT 819 

Sbjct 2572 ,...T G. . . . 2631 

Que r y 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGATAGACTTGCTAAAGAAAAG 87 9 

Sbjct 2632 G A. .A 2691 

Que r y 880 T TGCAAGAAC AAC AAAGC GAT TT AGAAC AAGAGAGACGTGCT AAAG AAAGGTTGC AAGAA 939 

Sbjct 2692 ..A G A 2751 

Query 94 0 CAAC AAAGCGATTT A 954 

Sbjct 2752 2766 
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Score = 809 bits (438), Expect = 0.0 
Identities = 476/495 (96%), Gaps = 0/495 (0%) 
Strand=Plus/Plus 



Query 4 60 GCTAAAGAAAAGTT AC AGGGGC AAC AAAGC GAT TC AGAAC AAGAGAGACGTGCTAAAGAA 519 

Sbjct 3955 G. .A.AA T T 4014 

Query 520 AAGT T GC AAG AAC AAC AAAGC G AT T T AG AAC AAG AG AG ACT T GC T AAAGAAAAGT T GC AA 57 9 

Sbjct 4015 4074 

Query 580 G AAC AAC AAAGC GAT T T AGAAC AAG AG AG AC GTGC T AAAGAAAAGT T GCAAGAAC AAC AA 639 

Sbjct 4075 • 4134 

Query 64 0 AGCGATTTAGAACAAGAGAGACTTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTA 699 

Sbjct 4135 A 4194 

Query 7 00 GAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTT AGAACAAGAG 7 59 

Sbjct 4195 T 4254 

Query 7 60 AGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACTTGCT 819 

Sbjct 4255 . . . . T A G A G. . . . 4314 

Query 820 AAAGAAAAGTTACAAGAGCAGCAAAGCGATTTAGAACAAGATAGACTTGCTAAAGAAAAG 87 9 

Sbjct 4315 G A. .A G....G 4374 

Query 880 TTGCAAGAACAACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAGGTTGCAAGAA 939 

Sbjct 4375 A 4434 

Query 940 CAACAAAGCGATTTA 954 

Sbjct 4435 4449 

Score = 808 bits (437), Expect - 0.0 

Identities = 490/515 (95%), Gaps - 5/515 (0%) 
Strand=Plus/Plus 

Query 4 42 GATCTTGAAGAA-AAAG-C-AGCTAAAGAAAAGTTACAGGGGCAACAAAGCGAT-TCAGA 4 97 

Sbjct 1129 A. . .C. .G.G. .A.T C-... 1187 

Query 4 98 AC AAGAGAGACGTGCT AAAGAAAAGT TGCAAGAAC AAC AAAGCGATTTAGAACAAGAGAG 557 

Sbjct 1188 T ■ T . . 1247 

Query 558 AC T T GC T AAAG AAAAG T T GCAAGAAC AAC AAAGCG ATT TAG AAC AAG AG AGACGTGCT AA 617 

Sbjct 1248 A G.... T 1307 

Query 618 AGAAAAGTT GCAAGAAC AAC AAAGCG ATT TAG AAC AAG AG AG AC TTGCT AAAG AAAAGTT 677 

Sbjct 1308 G 1367 

Query 67 8 GCAAGAAC AAC AAAGCG ATT TAG AAC AAG AG AGACGTGCT AAAG AAAAGTT GCAAGAAC A 7 37 

Sbjct 1368 T 1427 

Query 738 ACAAAGCGATTTAGAACAAGAGAGACGTGCTAAAGAAAAGTTGCAAGAACAACAAAGCGA 7 97 

Sbjct 1428 1487 

Query 798 T T TAG AAC AAG AG AG AC T T GC T AAAGAAAAG T T AC AAG AGCAGC AAAGC GAT T T AGAAC A 8 57 

Sbjct 1488 G G A. .A 1547 

Que r y 858 AGATAGACTTGCTAAAGAAAAGTTGCAAGAAC AACAAAGCGATTTAGAACAAGAGAGACG 917 

Sbjct 1548 ...G A G..G T 1607 

Query 918 TGCTAAAGAAAGGTTGCAAGAACAACAAAGCGATT 952 

Sbjct 1608 A 1642 
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If you have any problems or questions with the results of this search 
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Taxonomy reports 

Query= S&Q 10 ^61 /**Oj*fn frfr***^ 

Length=954 



Distribution of 1417 Blast Hits on the Query Sequence 
| Mouse-over to show defline and scores, click to show alignments 
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Sequences producing significant alignments: 



Score E 
(Bits) Value 



51018 6 | emblCAA82 97 4 . 1 | liver stage antigen-1 [Plasmodium falc 
9916 1 emb 1 CAA39663 . 1 1 liver stage antigen [Plasmodium falcipar 

23508159|ref |NP 700829.11 liver stage antigen, putative [P... 



510184 |emb|CAA82975,l 



725322|qb|AAC41594.1 



7253001qb|AAC41583.1| 



7253201qb|AAC41593.1 1 



7253021qb|AAC41584.1| 



725306|qblAAC41586.1| 



725310|qblAAC41588.1| 



725304|qbiAAC41585.1| 



725312|qb]AAC41589.1| 



liver stage antigen-1 [Plasmodium falc 
liver stage-specific antigen 1 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 

liver stage antigen-1 
liver stage-specific antigen 
liver .stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen 
liver stage-specific antigen-1 
58 4 2 987 0 | qb [AAW78331 . 1 j LSA-NRC [synthetic construct] 
725292|qb|AAC41581.1i liver stage-specific antigen 1 
364 3903 1 qb| AAC4 2 97 8 . 1 1 liver stage-specific antigen-1 
3643919|gb|AAC42986.1 | liver stage-specific antigen-1 



14352051 qbj AAB04 062 . 1 | 



7253261qb|AAC41596.1j 



725324[qb|AAC41595.11 



725308|qb|AAC41587.1j 



725314 |qblAAC41590.1 1 



7 2 5 3 1 6 I qb 1 AAC 41591.1 | 



364 3901 j qb| AAC42 977 . 1 | 



[Pla. . . 



[Pla. . . 
[ Plasmo 



82705890jref |XP 727156.11 hypothetical protein PY06496 [PI, 



2257191prf 1 I1311343A antigen, liver stage specific 

109509645 j ref 1 XP 001066623.11 PREDICTED : hypothetical protein 

109465334 jreflXP 001075528.11 PREDICTED: hypothetical protein 



66803152 | ref |XP_635419.1 1 hypothetical protein DDBDRAFTJU . . . 
1094 67281 1 ref |XP 0010658 91.1 I PREDICTED: hypothetical protein 



109476246jref |XP 001061184.11 



84998962 |ref|XP 954202.1| hypothetical protein TA20215 [Th. . . 

PREDICTED: hypothetical protein 
PREDICTED: similar to Cell d. . . 
PREDICTED: hypothetical protein 
PREDICTED: hypothetical protein 



109510232 IrefjXP 001063700 . 1 | - 



109509437 |ref|XP 001077753.11 



109472296|ref jXP 001060556.11 



5842 9871 | qb | AAW78332.1 | truncated LSA-NRC [synthetic construe 
66800837 | ref I XP 62 934 4 . 1 | SNF2-related domain-containing p... 
109503258 | ref | XP 001072 188 . 1 I PREDICTED: hypothetical protein 
68356608 j ref i XP_ 696335 . 1 I PREDICTED: similar to Apoptotic ... 



67 4 7 9985 1 ref 1 XP_ 6553 65 . 1 I villidin [Entamoeba histolytica 



109509610 | ref I XP 001063252.1 



109506221 IreflXP 001073883.11 



PREDICTED: hypothetical protein 
PREDICTED: hypothetical protein 
PREDICTED: hypothetical protein 
683564 30 | ref I XP_68778 6 . 1 I PREDICTED: similar to Apoptotic ... 
10950937 4 j ref I XP 001076719 . 1 I PREDICTED: hypothetical protein 



109480113|ref |XP 001063529.11 



66802666 | ref |XP 635205.11 hypothetical protein DDBDRAFT 01. 



66813268 | ref [ XP_64 0813 . 1 1 SAP DNA-binding domain-containin . . 
5669894 |qb| AAD4 6501 . 1 1 AF1 4 8805 6 ORF73 [Human herpesvirus 8] 
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1 11037008 |qb,'AAG27 f 458. 1 1 AF305694 1 latent nuclear antiqen [Hum 


101 


4e- 


20 




qi 


1 109497810 I ref |XP 001058181.11 PREDICTED: hypothetical protein 


101 


6e- 


20 






109487363 | ref |XP 001058747.11 PREDICTED: hypothetical protein 


100 


8e- 


20 


m 






1 00 


i p - 

J. 


1 Q 


E3 


qi 


9886896|qb|AAG01636.1 | Orf73 [Human herpesvirus 8] 


100 


le- 


19 








100 


1 p- 

J. c 


1 Q 

J- Zt 


■si 


qi 


13936996|qb|AAK50002.1| ORF73 [Human herpesvirus 81 


99 


8 


2e- 


19 




qi 


109464413 I ref |XP 001071056.1] PREDICTED: hypothetical protein 


99 


4 


2e- 


19 


m 


O 1 


Qd 4 07ft Q7 i rpf 1 XP Q7QSS? 1 1 PRFnTfTRn- hunnfhpi--i ral nr-o-ho-in TMn 


99 
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?p- 


1 Q 


mm 


rr i 
H 1 




99 


4 




1 Q 

X J 




qi 


37725922|qb|AAO38039.1| reticulocyte bindinq-like protein 2b 


99 


0 


3e- 


19 




qi 


18846043 |ref|NP 572129.11 ORF 73; extensive acidic domains... 


99 


0 


3e- 


19 




qi 


66808553 | ref |XP 637999.11 LIM domain-containinq protein [D. . . 


99 


o 


3e- 


19 


□ 


q X 


f>l 4 7 7 9 97 1 rp f 1 XP 6S447Q 1 1 Crpi nin 9 f Fnf amnphs h -i <3r n 1 wr -i r-a 


98 


6 


4 p- 


1 Q 

X z) 


B 


qi 


28829643|qb|AA052159.1| similar to C25A11.4b,p [Caenorhabd. . . 


98 


2 


5e- 


19 




qi 


66819811 | ref |XP 643564.11 f imbrin-related RasGAP protein r... 


98 


2 


5e- 


19 


B 


qi 


111306569|qb|AAI21747 .1 | Unknown (protein for IMAGE : 8158662 ) 


97 


8 


6e- 


19 


B 


q 1 


9 9 0 9 £*9 ft 7 1 rrh 1 A AT 1 S D 7 S 1 I flnlcnown fnrnl-pi n for TMA^P 1 • 1 A A ft 1 4 Q \ T 
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oe 


1 Q 

X z? 
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q 1 
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o^60u?ui|yuj ijni\04o ^ j . i | iiy^-/vjt,iici_xocix jjiulciii i iriL r\i 1 uu jo4 j . . ■ 


97 


1 


1 o- 


1 R 
X o 




qi 


38566922 | emb | CAE7 6225 . 1 | related to putative cytoplasmic s... 


96 


7 


le- 


18 




qi 


85111555 | ref |XP 963992.11 hypothetical protein f Neurospora . . . 


96 


7 


le- 


18 


B 


qi 


66815949|ref |XP 641991.11 hypothetical protein DDBDRAFT 02... 


96 


3 


2e- 


18 


B 


qi 


109480597 | ref |XP 001053178.1] PREDICTED: hypothetical protein 


95 


9 


2e- 


18 


B 


qi 


73981602|ref |XP 540325.21 PREDICTED: similar to Trichohyalin 


95 


9 


2e- 


18 


B 


qi 


66806319|ref jXP 636882.11 hypothetical protein DDBDRAFT 01... 


95 


9 


2e- 


18 


B 


qi 


82594248 | ref |XP 725343.11 hypothetical protein PY04960 [PI... 


95 


1 


4e- 


18 


B 




1 1 342021 6 1 rpf 1 XP 001130141 1! PRFDTCTFn* hvnnr hpf i 1 nrnrpin 


94 


4 


7p- 


1 8 
x o 


B 


qi 


56409774 | emb I CAF25315 . 1| NBP2b protein [Plasmodium falciparum 


94 


4 


7e- 


18 




qi 


23508608 |ref|NP 701277.11 hypothetical protein PF11 0418 [... 


94 


4 


7e- 


18 


■ E g 




668 1 6*387 1 rpf 1 XP 6422D^ 1 I h vnnfhpr i 1 nrnrp-ln nDR 09148PQ 


94 


4 


/ e 


1 8 
X o 


B 


qi 


7549210 |qb|AAF63787 . 1 IAF142406 1 200 kDa antiqen p200 [Babesi 


94 


0 


9e- 


18 . 




qi 


73958144 | ref |XP 546992.2| PREDICTED: similar to Zinc finqe... 


94 


0 


9e- 


18 


B 


qi 


24580684 |ref|NP 608540.11 CG'2839-PA [Drosophila melanoqast . . . 


94 


0 


9e- 


18 


■ U G 


.qi 


67466733 | ref |XP 649508.11 conserved hypothetical protein [... 


94 


0 


9e- 


18 


B 


qi 


94386777 | ref IXP 928149.2} PREDICTED: hypothetical protein [Mu 


93 
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B 


q x 
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qi 


437639|qb|AAA72295.1| [Plasmodium falciparum 3* end. 1 , qene p 


93 


2 


2e- 


17 




qi 


23613070 | ref |NP 703392.11 hypothetical protein [Plasmodium... 


92 . 


8 


2e- 


17 


■ eg 


qi 


66804281 | ref I XP 635920.11 hypothetical protein DDBDRAFT 01... 


92 . 


4 
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B 


q- 1 


1 0 9 S00 S2 1 1 rpf 1 YP 0 0 1 0 7 S ^ ^ ^ 1 I PRFnTPTrn* h\/r>>r^h<=»1- H r-^ 1 nrrs +- 0 ^ n 
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B 
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92. 


0 




i n 




qi 


71548239 | ref I ZP 00668622.11 similar to Chromosome seqreqat... 


92. 


0 


4e- 


17 




qi 


66813088 | ref |XP 640723.11 hypothetical protein DDBDRAFT 02... 


91. 
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B 
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1 0 94 61 08 6 1 rpf 1 Y P 001 0681 S8 1 1 PRFnTPTFH* h wr^n-l-ho-l- i r^a 1 nr-nfoin 
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B 


qi 


11493973|qb|AAG35726.1|AF208229 1 lipase precursor GehM [Stap 


91. 


3 


6e- 


17 




qi 


85104285 | ref |XP 961717.11 hypothetical protein [Neurospora... 


90. 


9 


8e- 


17 


B 


qi 


109493310 | ref |XP 001067694.11 PREDICTED: similar to 60S ri . . . 


90. 


5 


le- 


16 


B 


qi 


1094907 63 | ref | XP 001075128.11 PREDICTED: hypothetical protein 


90. 


5 


le- 


16 


B 


qi 


109501038 I ref |XP 001057439.11 PREDICTED: hypothetical protein 


89. 


7 


2e- 


16 


B 


qi 


109472820 | ref | XP 001076490.11 PREDICTED: hypothetical protein 


89. 


7 


2e- 


16 


B 


ai 


94396405 1 ref ! XP 984315.11 PREDICTED- hvDothetical nrotein FMu 


89. 
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?p- 


1 6 
x u 


B 


qi 


467292 | qb|AAA17387 . 1 | qlutamine-asparaaine rich protein 


89. 


7 


2e- 


16 
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Alignments 

Get selected sequences | r Select all | .. Deselect all | 



> F gi I 510186 I emb ICAA8297 4 . 1 | liver stage antigen-1 [Plasmodium falciparum] 
Length-318 

Score = 441 bits (1135), Expect - 2e-122 

Identities = 318/318 (100%), Positives = 318/318 (100%), Gaps = 0/318 (0%) 



Frame 


= +1 
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MKHTT.YT FYFTT.VNT.T.T FHTN^KT TKN^FRDFT TK^n 1 rQn^^nQrnr-i nA^nhp^HV 
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MKHTT.YT S FYFTT.VNT.T.T FHTNf^PCT TK"N9FRnFT TK9NT R ^M^RWR TNFFNHFKK'H V 

LJAIllJJl IOC AC IX) V nu^l L nilNOUl XI\lNODI\Uul InOlNijnOOOOlNij IMN t\ J. IN LjCj In flLjr\r\ri V 




Sbjct 
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MKHILYISFYFILVNLLIFHINGKIIKNSEKDEI IKSNLRSGSSNSRNRINEENHEKKHV 


60 


y^j uic i. y 


X O X 


T. 9HN9YFKT Vnn^nn Vf^dVH^^T.TM^MVPCMVCinTMFRCiT T RMT fiVQFNTFl Vt^nVl nlre 








T.9 HN^ YFKTK'NFMFMMK'FFnK'nK'FT TM^NVK'NVQnTMFK'QT T RMT rVQRM T FT KTMIfT Mlfr 
xjoolno iEjr\.ii\iNiNrji>iNi\r c rv u a. xj i l\i o ln v r\.iN v o y * ^ " rv o 1j 1j r\iN ±j o v o Ej IN ± r IjjaIIiLNIaxjINIaxj 




Sbjct 


61 


LSHNSYEKTKNNENNKFFDKDKELTMSNVKNVSQTNFKSLLRNLGVSENIFLKENKLNKE 


120 


Query 


JD1 


fi l'- 1 i ah i i nHHHHVVL-\n V POnTTNlDPtl? ni o £=i \r a n Ira I- 1 C\CC\C\Q. nCI?ni7DDA W VT AT7P»PiC 
y Jvllclll liluQQQKK^yl KoyUDlNrxyCjUlccKad KG Kiyb^yo UoL^(jLjKK/\I\&I\JjyDyy o 


D 4 U 






oi\Xj1 rJnl X tNUUUUrvrvn. I 1 l\oyUrjNKybUxjbjirvHAJ\b 




Sbjct 


121 


GKL1EHI INDDDDKKKYIKGQDENRQEDLEEKAAKEKLQGQQSDSEQERRAKEKLQEQQS 


180 


Query 


541 


DLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAK 


720 






DLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAK 




Sbjct 


181 


DLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAK 


240 


Query 


721 


EKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQEQQSD 


900 






EKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQEQQSD 




Sbjct 


241 


EKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQEQQSD 


300 


Query 


901 


LEQERRAKERLQEQQSDL 954 








LEQERRAKERLQEQQSDL 




Sbjct 


301 


LEQERRAKERLQEQQSDL 318 




>rqi| 


99161 


emb | CAA39663 . 1 | liver stage antiqen [Plasmodium falciparum! 





Length=1909 
Score = 426 bits (1096), Expect = 6e-118 

Identities = 309/318 (97%), Positives = 311/318 (97%), Gaps = 0/318 (0%) 
Frame = +1 

Query 1 MKHILYISFYFILVNLLIFHINGKIIKNSEKDEIIKsnlrsgssnsrnrineenheKKHV 180 

MKHILYISFYFILVNLLIFHINGKIIKNSEKDEIIKSNLRSGSSNSRNRINEE HEKKHV 
Sbjct 1 MKHILYISFYFILVNLLI FHINGKI IKNSEKDEIIKSNLRSGSSNSRNRINEEKHEKKHV 60 

Query 181 LSHNSYEKTknnennkf f dkdkeLTMSNVKNVSQTNFKSLLRNLGVSENIFlkenklnke 360 

LSHNSYEKTKNNENNKFFDKDKELTMSNVKNVSQTNFKSLLRNLGVSENIFLKENKLNKE 
Sbjct 61 LSHNSYEKTKNNENNKFFDKDKELTMSNVKNVSQTNFKSLLRNLGVSENIFLKENKLNKE 120 

Query 361 gkliehiinddddkkkyikGQDENRQEDleekaa keklQGQQSDSEQERRAKEKLQEQQS 54 0 

GKLIEHIINDDDDKKKYIKGQDENRQEDLEEKAAKE LQGQQSD EQER AKEKLQEQQS 
Sbjct 121 GKLIEHI INDDDDKKKYIKGQDENRQEDLEEKAAKETLQGQQSDLEQERLAKEKLQEQQS 180 

Query 541 DLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAK 720 

D EQERLAKEKLQEQQSDLEQER AKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERRAK 
Sbjct 181 DSEQERLAKEKLQEQQSDLEQERLAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERRAK 24 0 

Query 7 21 EKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQEQQSD 900 

EKLQEQQSDLEQERRAKEKLQEQQSDLEQER AKEKLQEQQS DLEQ+RLAKEKLQEQQSD 
Sb j ct 241 EKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSD 300 
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Query 901 LEQERRAKgRLQEQQSDL 954 

LEQERRAKE+LQEQQSDL 
Sbjct 301 LEQERRAKEKLQEQQSDL 318 



Score = 287 bits (735), Expect = 4e-76 

Identities = 153/160 (95%), Positives = 156/160 (97%), Gaps = 0/160 (0%) 
Frame = +1 

Query 475 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 805 QEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 8 64 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

+RLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 
Sbjct 865 DRLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 924 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQ DLEQ+R AKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sbjct 925 EQQRDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDL 964 



Score - 287 bits (734), Expect - 6e-76 

Identities = 153/160 (95%), Positives = 156/160 (97%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQ+RLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 7 37 QEQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 7 96 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

+RLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQ 
Sbjct 7 97 DRLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQ 856 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQDRLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sbjct 857 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 896 



Score = 284 bits (726), Expect = 5e-75 

Identities = 152/160 (95%), Positives = 155/160 (96%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQ+R AKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 380 QEQQSDLEQDRLAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 4 39 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 
Sb j ct 4 4 0 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 4 99 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSD EQER AKE+LQEQQSDL 
Sbjct 500 EQQSDLEQERLAKEKLQEQQSDSEQERLAKEKLQEQQSDL 539 



Score = 283 bits (725), Expect = 6e-75 

Identities = 153/160 (95%), Positives = 154/160 (96%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 2 61 QEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 320 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 
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ERLAKEKLQEQQS DLEQER AKEKLQEQQSDLEQER AKEKLQ QQSDLEQERLAKEKLQ 
Sbjct 321 ERLAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERLAKEKLQGQQSDLEQERLAKEKLQ 380 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQDRLAKEKLQEQQSDLEQER AKE+LQEQQSDL 
Sbjct 381 EQQSDLEQDRLAKEKLQEQQSDLEQERLAKEKLQEQQSDL 4 20 



Score = 283 bits (724), Expect = 8e-75 

Identities = 151/160 (94%), Positives = 155/160 (96%), Gaps - 0/160 (0%) 
Frame - +1 

Query 475 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQS DLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 703 QEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 7 62 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

+RLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ+R AKEKLQEQQSDLEQER AKEKLQ 
Sbjct 7 63 DRLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERRAKEKLQ 822 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sbjct 823 EQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 8 62 



Score - 283 bits (724), Expect = 8e-75 

Identities = 151/160 (94%), Positives = 154/160 (96%), Gaps = 0/160 (0%) 



Frame 


= +1 






Query 


475 


QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 


654 






Q QQSD EQERRAKEKLQEQQS DLEQ+RLAKEKLQEQQ DLEQERRAKEKLQEQQSDLEQ 




Sbjct 


1366 


QEQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQRDLEQERRAKEKLQEQQSDLEQ 


1425 


Query 


655 


ERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 




Sbjct 


1426 


ERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


1485 


Query 


835 


EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQS DL 954 








EQQ DLEQ+R AKEKLQEQQSDLEQERRAKE+LQEQQSDL 




Sbjct 


1486 


EQQRDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDL 1525 





Score - 283 bits (723), Expect = le-74 

Identities = 152/160 (95%), Positives = 154/160 (96%), Gaps = 0/160 (0%) 
Frame = +1 



Query 


475 


QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 


654 






Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQ 




Sbjct 


1196 


QEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQ 


1255 


Query 


655 


ERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 




Sbjct 


1256 


ERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


1315 


Query 


835 


EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQS DL 954 








EQQSDLEQ+RLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 




Sbjct 


1316 


EQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 1355 





Score = 283 bits (723), Expect = le-74 

Identities = 152/160 (95%), Positives = 154/160 (96%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDS EQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 654 
Q QQSD EQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 
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Sbjct 


1213 


QEQQSDIJEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 


1272 


Query 


655 


ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQER AKEKLQEQQSDLEQERLAKEKLQ 




Sbjct 


1273 


ERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQ 


1332 


Query 


835 


EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 








EQQSDLEQ+R AKEKLQEQQSDLEQER AKE+LQEQQSDL 




Sbjct 


1333 


EQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DL 1372 




Score 


= 282 bits (722), Expect = le-74 




Identities 


= 152/160 (95%), Positives = 154/160 (96%), Gaps = 0/160 (0%) 




Frame 


= +1 







Query 47 5 QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQER AKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 
Sbjct 227 QEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 286 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQER AKEKLQEQQSDLEQERLAKEKLQ 
Sbjct 287 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERLAKEKLQ 34 6 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQ QQSDLEQER AKE+LQEQQSDL 
Sbjct 347 EQQS DLEQERLAKEKLQGQQS DLEQERLAKEKLQEQQS DL 38 6 



Score = 282 bits (722), Expect = le-74 

Identities = 152/160 (95%), Positives - 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQEQQS DLEQ 
Sbjct 12 64 QEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQ 1323 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQER AKEKLQEQQSDLEQER AKEKLQ 
Sbjct 1324 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQ 1383 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQDRLAKEKLQEQQ DLEQERRAKE+LQEQQSDL 
Sbjct 1384 EQQSDLEQDRLAKEKLQEQQRDLEQERRAKEKLQEQQS DL 1423 



Score = 282 bits (722), Expect = le-74 

Identities - 151/160 (94%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 



Query 


475 


QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 


654 






Q QQSD EQERRAKEKLQEQQSDLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 




Sbjct 


1417 


QEQQSDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 


1476 


Query 


655 


ERLAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ERLAKEKLQEQQ DLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLA EKLQ 




Sbjct 


1477 


ERLAKEKLQEQQRDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLANEKLQ 


1536 


Query 


835 


EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 








EQQ DLEQ+R AKEKLQEQQS DLEQERRAKE+LQEQQSDL 




Sbjct 


1537 


EQQRDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DL 157 6 





Score = 281 bits (718), Expect = 4e-74 

Identities = 151/160 (94%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 
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Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 669 QEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 728 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ+R AKEKLQEQQSDLEQER AKEKLQ 
Sbjct 72 9 ERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERRAKEKLQ 7 88 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQDRLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sbjct 78 9 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 828 

Score = 280 bits (717), Expect = 5e-74 

Identities = 150/160 (93%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 1332 QEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 1391 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

+RLAKEKLQEQQ DLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQER AKEKLQ 
Sbjct 1392 DRLAKEKLQEQQRDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQ 14 51 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+R AKEKLQEQQSDLEQER AKE+LQEQQ DL 
Sbjct 14 52 EQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQRDL 14 91 

Score = 280 bits (716), Expect = 7e-74 

Identities - 151/160 (94%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 414 QEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 473 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 834 

ER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQEQQSD EQERLAKEKLQ 
Sbjct 47 4 ERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDSEQERLAKEKLQ 533 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSDLEQER AKE+LQEQQSDL 
Sb j ct 534 EQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDL 57 3 



Score = 280 bits (715), Expect = 9e-74 

Identities = 150/160 (93%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQ+RLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 839 QEQQS DLEQERRAKEKLQEQQS DLEQDRLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 898 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 834 

ER AKEKLQEQQSDLEQER AKEKLQEQQ DLEQERRAKEKLQEQQS DLEQER AKEKLQ 
Sbjct 8 99 ERRAKEKLQEQQS DLEQERLAKEKLQEQQRDLEQERRAKEKLQEQQS DLEQERRAKEKLQ 958 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSDLEQER AKE+LQEQQSDL 
Sbjct 959 EQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDL 998 
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Score = 280 .bits (715), Expect = 9e-74 

Identities = 150/160 (93%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 124 7 QEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 1306 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQS DLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 
Sbjct 1307 ERLAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 1366 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+R AKEKLQEQQSDLEQ+R AKE+LQEQQ DL 
Sbjct 1367 EQQSDLEQERRAKEKLQEQQS DLEQDRLAKEKLQEQQRDL 14 06 



Score = 280 bits (715), Expect = 9e-74 

Identities = 150/160 (93%), Positives = 153/160 (95%), Gaps - 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQER AKEKLQEQQSDLEQ 
Sbjct 1281 QEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQ 1340 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ER AKEKLQEQQS DLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ+RLAKEKLQ 
Sbjct 1341 ERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQDRLAKEKLQ 14 00 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQ DLEQ+R AKEKLQEQQS DLEQERRAKE+LQEQQSDL 
Sbjct 1401 EQQRDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DL 14 4 0 



Score = 280 bits (715), Expect = 9e-74 

Identities = 150/160 (93%), Positives - 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 654 

Q QQSD EQER AKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 
Sbjct 12 98 QEQQSDLEQERLAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 1357 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 834 

ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ+R AKEKLQEQQ DLEQER AKEKLQ 
Sbjct 1358 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQDRLAKEKLQEQQRDLEQERRAKEKLQ 1417 

Query 835 EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQS DL 954 

EQQSDLEQ+R AKEKLQEQQS DLEQERRAKE+LQEQQSDL 
Sbjct 1418 EQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DL 14 57 



Score - 279 bits (714), Expect - le-73 

Identities = 150/160 (93%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 



Query 


475 


QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 


654 






Q QQSD EQ+R AKEKLQEQQS DLEQER AKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 




Sbjct 


856 


QEQQSDLEQDRLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 


915 


Query 


655 


ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 


834 






ERLAKEKLQEQQ DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 




Sbjct 


916 


ERLAKEKLQEQQRDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 


975 


Query 


835 


EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQS DL 954 





EQQS DLEQ+RLAKEKLQEQQS DLEQER AKE+LQ QQSDL 
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Sbjct 97 6 EQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQGQQSDL 1015 



Score = 278 bits (712), Expect = 2e-73 

Identities = 150/160 (93%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 475 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQER AKEKLQEQQSDLEQERLAKEKLQ QQSDLEQER AKEKLQEQQSDLEQ 
Sbjct 32 9 QEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQGQQSDLEQERLAKEKLQEQQSDLEQ 388 

Que r y 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

+RLAKEKLQEQQSDLEQER AKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 
Sb j ct 38 9 DRLAKEKLQEQQSDLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 4 48 

Query 835 EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQS DL 954 

EQQSDLEQ+R AKEKLQEQQS DLEQERRAKE+LQEQQSDL 
Sb j ct 4 4 9 EQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DL 4 88 



Score = 278 bits (712), Expect = 2e-73 

Identities = 149/160 (93%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 475 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQ+RLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 
Sbjct 771 QEQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 830 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ+R AKEKLQEQQSDLEQER AKEKLQ 
Sbjct 831 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQDRLAKEKLQEQQSDLEQERRAKEKLQ 890 

Query 835 EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+R AKEKLQEQQSDLEQER AKE+LQEQQ DL 
Sbjct 891 EQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQRDL 930 



Score - 278 bits (711), Expect = 3e-73 

Identities = 149/160 (93%), Positives = 153/160 (95%), Gaps - 0/160 (0%) 
Frame = +1 

Query 475 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQERRAKEKLQEQQSDLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 
Sbjct 68 6 QEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 74 5 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ER AKEKLQEQQS DLEQ+R AKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ+RLAKEKLQ 
Sbjct 74 6 ERRAKEKLQEQQS DLEQDRLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQDRLAKEKLQ 805 

Query 835 EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+R AKEKLQEQQSDLEQER AKE+LQEQQSDL 
Sbjct 806 EQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DL 845 



Score = 278 bits (710), Expect = 3e-73 

Identities = 149/159 (93%), Positives = 152/159 (95%), Gaps = 0/159 (0%) 



Frame 


= +1 






Query 


475 


QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 


654 






QGQQSD EQER AKEKLQEQQS DLEQ+RLAKEKLQEQQSDLEQER AKEKLQEQQSDLEQ 




Sbjct 


363 


QGQQS DLEQERLAKEKLQEQQS DLEQDRLAKEKLQEQQSDLEQERLAKEKLQEQQS DLEQ 


422 


Query 


655 


ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ER AKEKLQEQQSDLEQER AKEKLQEQQS DLEQERRAKEKLQEQQSDLEQER AKEKLQ 




Sbjct 


423 


ERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERRAKEKLQ 


482 
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Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSD 951 

EQQSDLEQ+RLAKEKLQEQQSDLEQER AKE+LQEQQSD 
Sbjct 4 83 EQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSD 521 



Score = 278 bits (710), Expect = 3e-73 

Identities = 148/160 (92%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

QGQQSD EQER AKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLE+ 
Sbjct 1128 QGQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLER 1187 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

+ +KE LQEQQSDLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 
Sbjct 1188 TKASKETLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 1247 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ-fR AKEKLQEQQS DLEQERRAKE+LQEQQSDL 
Sbjct 12 4 8 EQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDL 1287 



Score = 278 bits (710), Expect = 3e-73 

Identities = 150/160 (93%), Positives - 152/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 
Sbjct 1230 QEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 128 9 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQ 
Sb j ct 12 90 ERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQERRAKEKLQ 134 9 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sbjct 1350 EQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DL 1389 



Score = 277 bits (709), Expect = 5e-73 

Identities = 150/160 (93%), Positives = 152/160 (95%), Gaps = 0/160 (0%) 



Frame 


= +1 






Query 


475 


QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 


654 






Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 




Sbjct 


431 


QEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 


490 


Query 


655 


ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ERLAKEKLQEQQS DLEQER AKEKLQEQQSD EQER AKEKLQEQQS DLEQERLAKEKLQ 




Sbjct 


491 


ERLAKEKLQEQQS DLEQERLAKEKLQEQQS DSEQERLAKEKLQEQQSDLEQERLAKEKLQ 


550 


Query 


835 


EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 








EQQS DLEQ+RLAKEKLQEQQS DLEQER AKE+LQEQQSDL 




Sbjct 


551 


EQQS DLEQERLAKEKLQEQQS DLEQERLAKEKLQEQQS DL 590 





Score = 277 bits (708), Expect = 6e-73 

Identities = 148/160 (92%), Positives = 153/160 (95%), Gaps = 0/160 (0%) 
Frame = +1 

Query 4 75 QGQQSDSEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD E + + +KE LQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 
Sbjct 117 9 QEQQS DLERTKASKETLQEQQS DLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQSDLEQ 1238 
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Query 655 EPLAKEKJLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQER AKEKLQ 
Sbjct 12 39 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQ 1298 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSDLEQER AKE+LQEQQSDL 
Sbjct 12 99 EQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDL 1338 



Score = 276 bits (707), Expect = 8e-73 

Identities = 154/177 (87%), Positives - 155/177 (87%), Gaps = 17/177 (9%) 
Frame = +1 

Query 4 7 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEK LQEQQSDLEQ 603 

QGQQSD EQER AKEKLQEQQSDLEQERLAKEK LQEQQSDLEQ 
Sbjct 618 QGQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDLERTKASKETLQEQQSDLEQ 67 7 

Query 604 ERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQ 78 3 

ER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQ 
Sbjct 67 8 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQ 7 37 

Query 784 EQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQER AKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sbjct 738 EQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 7 94 



Score = 276 bits (705), Expect - le-72 

Identities - 149/160 (93%), Positives = 152/160 (95%), Gaps = 0/160 (0%) 



Frame 


= +1 






Query 


475 


QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 


654 






Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQ 




Sbjct 


278 


QEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQ 


337 


Query 


655 


ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ERLAKEKLQEQQSDLEQER AKEKLQ QQSDLEQER AKEKLQEQQSDLEQ+RLAKEKLQ 




Sbjct 


338 


ERLAKEKLQEQQSDLEQERLAKEKLQGQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQ 


397 


Query 


835 


EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 








EQQSDLEQ+RLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 




Sbjct 


398 


EQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 4 37 





Score « 276 bits (705), Expect = le-72 

Identities = 149/160 (93%), Positives = 152/160 (95%), Gaps = 0/160 (0%) 



Frame 


- +1 






Query 


475 


QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 


654 






Q QQSD EQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQER AKEKLQEQQSDLEQ 




Sbjct 


295 


QEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQ 


354 


Query 


655 


ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 


834 






ERLAKEKLQ QQSDLEQER AKEKLQEQQSDLEQ+R AKEKLQEQQSDLEQERLAKEKLQ 




Sbjct 


355 


ERLAKEKLQGQQSDLEQERLAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERLAKEKLQ 


414 


Query 


835 


EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 








EQQSDLEQ+R AKEKLQEQQSDLEQER AKE+LQEQQSDL 




Sbjct 


415 


EQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDL 4 54 




Score 


= 276 bits (705), Expect - le-72 




Identities 


= 149/160 (93%), Positives = 152/160 (95%), Gaps = 0/160 (0%) 




Frame 


= +1 







Query 4 75 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 
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Q QQSD EIQER AKEKLQEQQSDLEQERLAKEKLQEQQSDLEQER AKEKLQ QQSDLEQ 
Sb j ct 312 QEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERLAKEKLQGQQSDLEQ 37 1 



Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ERLAKEKLQEQQSDLEQ+R AKEKLQEQQSDLEQER AKEKLQEQQS DLEQER AKEKLQ 
Sbjct 372 ERLAKEKLQEQQSDLEQDRLAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQ 4 31 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQSDLEQERRAKE+LQEQQSDL 
Sb j ct 4 32 EQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDL 4 71 



Score = 275 bits (704), Expect = 2e-72 

Identities = 148/160 (92%), Positives = 151/160 (94%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQS DLEQ+R AKEKLQEQQ DLEQ 
Sbjct 134 9 QEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQDRLAKEKLQEQQRDLEQ 1408 

Query 655 ERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERLAKEKLQ 834 

ER AKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQER AKEKLQ 
Sb j ct 14 09 ERRAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQERRAKEKLQEQQS DLEQERRAKEKLQ 14 68 

Query 835 EQQSDLEQDRLAKEKLQEQQSDLEQERRAKERLQEQQSDL 954 

EQQSDLEQ+RLAKEKLQEQQ DLEQERRAKE+LQEQQSDL 
Sbjct 14 69 EQQSDLEQERLAKEKLQEQQRDLEQERRAKEKLQEQQSDL 1508 



Score = 275 bits (704), Expect = 2e-72 

Identities = 148/160 (92%), Positives = 150/160 (93%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQ D EQERRAKEKLQEQQS DLEQER AKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 
Sb j ct 14 00 QEQQRDLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQ 14 59 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 834 

ER AKEKLQEQQSDLEQER AKEKLQEQQ DLEQERRAKEKLQEQQS DLEQER AKEKLQ 
Sbjct 14 60 ERRAKEKLQEQQSDLEQERLAKEKLQEQQRDLEQERRAKEKLQEQQS DLEQERRAKEKLQ 1519 

Query 835 EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQS DL 954 

EQQSDLEQ+RLA EKLQEQQ DLEQERRAKE+LQEQQSDL 
Sbjct 1520 EQQSDLEQERLANEKLQEQQRDLEQERRAKEKLQEQQSDL 1559 



Score = 275 bits (703), Expect = 2e-72 

Identities = 149/160 (93%), Positives = 151/160 (94%), Gaps = 0/160 (0%) 
Frame = +1 

Query 47 5 QGQQSDSEQERRAKEKLQEQQSDLEQERLAKEKLQEQQSDLEQERRAKEKLQEQQSDLEQ 654 

Q QQSD EQER AKEKLQEQQSDLEQER AKEKLQEQQSDLEQER AKEKLQEQQS DLEQ 
Sbjct 397 QEQQSDLEQERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQSDLEQ 4 56 

Query 655 ERLAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQ 834 

ER AKEKLQEQQS DLEQERRAKEKLQEQQS DLEQER AKEKLQEQQS DLEQERLAKEKLQ 
Sb j ct 4 57 ERRAKEKLQEQQS DLEQERRAKEKLQEQQS DLEQERLAKEKLQEQQS DLEQERLAKEKLQ 516 

Query 835 EQQS DLEQDRLAKEKLQEQQS DLEQERRAKERLQEQQSDL 954 

EQQSD EQ+RLAKEKLQEQQS DLEQER AKE+LQEQQSDL 
Sbjct 517 EQQS DS EQERLAKEKLQEQQS DLEQERLAKEKLQEQQS DL 556 



Score = 275 bits (703), Expect = 2e-72 

Identities = 149/160 (93%), Positives = 151/160 (94%), Gaps = 0/160 (0%) 
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